Exhibit C 



CLUSTAL W (1.83) Multiple Sequence Alignments 



Sequence format is Pearson 

Sequence 1: SEQ^IBO 252 aa 

Sequence 2: G_3caustophilus__deltaprime 328 aa 

Start of Pairwise alignments 
Aligning . - - 

Sequences {1:2} Aligned. Score: 99 

Guide tree file created: [/ebi/extserv/clustalw- 

work/interactive/clustalw-2006091 1-20060223. cinci] 
Start of Multiple Alignment 
There are 1 groups 
Aligning. . , 

Group 1: Sequences: 2 Score: 54 65 

Alignment Score 1571 

CLUSTAL -Alignment file created [ /ebi /extserv/clustalw- 
work/interactive/clustalw-2 00 60 911-2 00 60223. aln] 



SEQ_180 

G_kaus tophi lu3__deltaprime 



MRWEQIAKRQPVVAKMLQSGLEKGRISHAYLPSGQRGTGKKAASLLLAKR 50 
MRWEQKAKRQ PWAKMLQS GLS KGR I SHAYLFEGQRGTGKKAAS LLLAKR 5 0 
************************************************** 



SEQ_18G 

G__kaustophilus_deltaprime 



LFCLSPIGVSPCLECRNCRRIDSGNHPDVRVIGPDGGSIKKEQIEWLQQE 10 0 
LFCLSPIGVS PCLfECRNCRRIDS G3STBPDVRVI S PDGGS I KKEQ I EWLQQE 10 0 
******************************** . ***************** 



SEQ_180 

G_kaustophilus_del tap rime 



FS KTAVES DKKM Y 1 VEHADQMTTS AANSLLKFLEE PHPGTVAVLLTEQYH 150 
FS KTAVESDKKMY IVEHADQMTTSAANSLL KFLEE PHPGTVAVLLTEQYH 150 
************************************************** 



SEQ_180 

G_kaust ophi lus__de 1 tapr ime 



RLLGTIVSRCQVLSFRPLPPAEIoAQGLVEEHVPLPLALIaAAHLTNSFEEA 2 00 
RIjIjGTI VSRCQVLS FRPLPPAELAQGLVEEHVPLPLALLAAHLiTNS FEEA 20 0 
************************************************** 



SEQ_18G 

G_kaus t oph i 1 us_de 1 1 apr ime 



IJVIAKDSWFAEARTLVLQWYEMLGKPELQLLFFIHDRLFPKFLESHQLDL 25 0 
LALAKDSWFAEARTLVLQWYEMLGKPELQLLFFIHDRLFPHFLESHQLDL 25 0 
************************************************** 



SEQ_18 0 

G_kaustophilus_del tap rime 



GL 252 

GLDLLLYLYRDKLH I QAGQMDGVL YRDQLDRLiQRWALACPQRR I LAGMEA 3 00 
** 



SEQ_18 0 

G_kaustophilus_deltaprime 



I LQAKTRLNTTNMS TAXjL VEQLVLQL.KR 328 



